The amygdala is composed of structurally and functionally distinct nuclei that contribute to the processing of emotion through interactions with other subcortical and cortical structures. While these circuits have been studied extensively in animals, human neuroimaging investigations of amygdala-based networks have typically considered the amygdala as a single structure, which likely masks contributions of individual amygdala subdivisions. The present study uses resting state functional magnetic resonance imaging (fMRI) to test whether distinct functional connectivity patterns, like those observed in animal studies, can be detected across three amygdala subdivisions: laterobasal, centromedial, and superficial. In a sample of 65 healthy adults, voxelwise regression analyses demonstrated positively-predicted ventral and negatively-predicted dorsal networks associated with the total amygdala, consistent with previous animal and human studies. Investigation of individual amygdala subdivisions revealed distinct differences in connectivity patterns within the amygdala and throughout the brain. Spontaneous activity in the laterobasal subdivision predicted activity in temporal and frontal regions, while activity in the centromedial nuclei predicted activity primarily in striatum. Activity in the superficial subdivision positively predicted activity throughout the limbic lobe. These findings suggest that resting state fMRI can be used to investigate human amygdala networks at a greater level of detail than previously appreciated, allowing for the further advancement of translational models.
The central role of the amygdala in processing emotions and mediating fear responses is well established (LeDoux, 2000) . Tucked away in the medial temporal lobe and comparatively small in size, the human amygdala is not easily studied in vivo. Further, the amygdala is not a single structure, but a complex of structurally and functionally heterogeneous nuclei which have been examined extensively in rodents and non-human primates, but not in humans. In recent years, advances have also been made in the study of the amygdaloid complex in humans. For example, using cytoarchitectonic mapping methods similar to those used in animal studies, Amunts et al. (2005) delineated probabilistic maps of amygdala subregions. Neuroimaging studies have also demonstrated structural (Sheline et al., 1998) as well as functional (Morris et al., 2001; Ball et al., 2007; Kim et al., 2003; Whalen et al., 2004) distinctions in the human amygdala that parallel those observed in animals. Translational models implicating specific amygdala nuclei in processes such as fear learning and extinction are beginning to inform our understanding of anxiety and related psychopathology in humans, making more detailed evaluations of the amygdala and its circuits even more essential (Davis, 2006; Akirav and Maroun, 2007) .
Considering the amygdala as a single unit, as is common in most human neuroimaging studies, potentially overlooks the independent functions and patterns of connectivity of individual subdivisions (laterobasal, centromedial, and superficial), and their component nuclei, that have been discerned in animals (Pitkanen, 2000; Russchen et al., 1985; Davis, 2006) . The laterobasal group of nuclei includes the lateral, basolateral, basomedial, and basoventral nuclei. These nuclei facilitate associative learning processes such as fear conditioning through afferents from cortical and subcortical regions, including thalamus, hippocampus, and prefrontal cortex (LeDoux, 2003; Phelps and LeDoux, 2005) . The centromedial group, composed of the central and medial nuclei, plays a significant role in generating behavioral responses through projections to the brainstem, as well as cortical and striatal regions such as the caudate (Davis, 1997; LeDoux, 2003) . The superficial subdivision of the amygdala lies adjacent to the laterobasal group and includes the cortical nuclei involved in olfactory (Heimer and Van Hoesen, 2006; Price, 2003) and affective processes (Gonzalez-Lima and Scheich, 1986) .
Task-based fMRI studies have begun to identify distinct patterns of activation in subregions of the amygdala, primarily making distinctions between dorsal and ventral areas (Morris et al., 2001; Kim et al., 2003; Whalen et al., 2004) . A recent paper by Ball et al. (2007) examined specific functional differences among the laterobasal, centromedial, and superficial amygdala subdivisions. Using probabilistic anatomic maps of these subdivisions (Amunts et al., 2005) , the authors showed positive signal changes in laterobasal amygdala and negative signal changes in superficial and centromedial subdivisions in response to auditory stimuli. These data are the first to demonstrate functional distinctions of amygdala subdivisions (laterobasal, centromedial, and superficial) in the human brain, supporting the utility of using such probabilistic anatomic maps to guide interpretations of functional neuroimaging data.
Studies of the functional connectivity of the human amygdala have typically examined it as a single unit, finding results generally consistent with known anatomic connections in non-human primates (Amaral and Price, 1984; Amaral, 1986) . For example, Stein et al. (2007) demonstrated significant associations between activation in the amygdala and parahippocampal gyrus, anterior cingulate cortex, orbitofrontal cortex, posterior cingulate, and insula. The most replicated of these associations is the correlation between activity in prefrontal regions (e.g., anterior cingulate cortex, ventral prefrontal cortex, and orbitofrontal cortex) and the amygdala, which is believed to provide the basis for emotion regulation processes (Hariri et al., 2003; Ochsner et al., 2004; Zald and Pardo, 1997) .
The aim of the current investigation is to build upon the novel work of Ball et al. (2007) by examining unique connectivity patterns of the laterobasal, centromedial, and superficial subdivisions of the amygdala using resting state functional MRI. Resting state functional connectivity is a highly effective and efficient method for mapping complex neural circuits that is thought to reflect the underlying neuroanatomy (Andrews-Hanna et al., 2007; Greicius et al., 2008; Vincent et al., 2007; Hagmann et al., 2008) . Prior work by our lab demonstrates the power of this method to detect differential patterns of functional connectivity for subregions of the anterior cingulate cortex (ACC) and striatum that are consistent with meta-analyses of human functional data (Koski and Paus, 2000; Postuma and Dagher, 2006) and anatomic data from non-human primates and rodents (Alexander et al., 1986; Devinsky et al., 1995) . The current study uses similar methods to examine whether amygdala-based networks identified in animal models can be detected in humans using resting-state fMRI. By exploring intrinsic spontaneous low-frequency correlations in BOLD signal, we are able to map patterns of connectivity in both hemispheres without relying on task-related activations that are often variable (Hariri et al., 2000; Lange et al., 2003) , and likely differ from spontaneous amygdala activity (Zald et al., 1998) .
Materials and methods

Participants
Sixty-five right-handed (as assessed by the Edinburgh Handedness Inventory; Oldfield, 1971) native English-speaking participants with no history of psychiatric or neurological illness (confirmed by psychiatric clinical assessment) were enrolled (33 males; mean age: 29.3 ± 7.9 years). The study was approved by the NYU School of Medicine and New York University institutional review boards. Signed informed consent was obtained prior to participation.
Data acquisition and image preprocessing
Resting state data were acquired on a Siemens Allegra 3.0 T scanner. During the scan, participants were instructed to rest with their eyes open while the word "Relax" was centrally projected in white, against a black background. The reliability of functional connectivity analyses has been demonstrated across resting state conditions (i.e., eyes open, eyes closed) (Fox et al., 2005; Fransson, 2005) . There was no evidence that participants had fallen asleep during the scan, although this was not directly measured. We collected 197 contiguous EPI functional volumes (TR = 2000 ms; TE = 25 ms; flip angle = 90, 39 slices, matrix = 64 × 64; FOV = 192 mm; acquisition voxel size = 3 × 3 × 3 mm). For spatial normalization and localization, a T1-weighted anatomical image (MPRAGE, TR = 2500 ms; TE = 4.35 ms; TI = 900 ms; flip angle = 8; 176 slices, FOV = 256 mm) was also obtained. Subsets of these data have been used in previous studies of functional connectivity Di Martino et al., 2008; Kelly et al., 2008, in press; Margulies et al., 2007; Uddin et al., 2007, in press) . Image preprocessing was carried out using AFNI (http://afni.nimh.nih.gov/afni/) and FSL (www. fmrib.ox.ac.uk). Preprocessing using AFNI consisted of (1) slice time correction (first slice as reference, interleaved acquisitions, Fourier Fig. 1 . Location of 50% probabilistic masks of centromedial (CM), laterobasal (LB), and superficial (SF) amygdala projected on a mean EPI image using radiological convention. A) CM, LB, and SF masks (y = −6; Montreal Neurological Institute [MNI] standard space). B) 50% probabilistic mask of LB (solid) with extent of total LB according to the Juelich histological atlas as implemented in FSL (outline) (y = −2); C) 50% probabilistic mask of CM (solid) with extent of total CM according to the Juelich histological atlas as implemented in FSL (outline) (y = −8); D) 50% probabilistic mask of SF (solid) with extent of total SF according to the Juelich histological atlas as implemented in FSL (outline) (y = −2). Subdivision boundaries obtained from the Juelich histological atlas are based on probabilistic maps created by Amunts et al. (2005) . interpolation), (2) 3D motion correction, and (3) despiking (removal of extreme timeseries outliers). Preprocessing using FSL consisted of (4) spatial smoothing (FWHM = 6 mm), (5) mean-based intensity normalization of all volumes by the same factor, (6) temporal highpass filtering (Gaussian-weighted least-squares straight line fitting, sigma = 100.0 s), and (7) correction for time series autocorrelation (pre-whitening) using FILM (FMRIB's Improved Linear Model), which calculates voxelwise pre-whitening matrices (Woolrich et al., 2001) . Temporal lowpass filtering (Gaussian filter, HWHM = 2.8 s) was also performed using FSL in order to isolate the low-frequency BOLD fluctuations of interest. Previous studies have found this range to have the greatest power in BOLD signal (Biswal et al., 1995; Fransson, 2006) , the strongest correlations between regions (Achard et al., 2006) , and to relate most closely to task-based activations Fransson, 2006; Toro et al., 2008) and underlying structural connectivity (Greicius et al., 2008; Hagmann et al., 2008; Vincent et al., 2007) . Functional data were then transformed into MNI space using a 12 degree of freedom linear affine transformation implemented in FLIRT (voxel size = 2 × 2 × 2 mm), to enable time series extraction using standard anatomical masks.
Functional connectivity: time series extraction
Our goal was to examine differential patterns of connectivity among the laterobasal, centromedial, and superficial subdivisions of the amygdala using the same regional definitions as Ball et al. (2007) . Regions of interest (ROIs) were determined using stereotaxic, probabilistic maps of cytoarchitectonic boundaries developed by Amunts et al. (2005) and implemented in FSL's Juelich histological atlas (Fig. 1 ). The laterobasal (LB) subdivision (Left: 1840 mm 3 , Right: 1920 mm 3 ) includes the lateral, basolateral, basomedial, and paralaminar nuclei. The centromedial (CM) subdivision (Left: 176 mm 3 , Right: 224 mm 3 ) consists of the central and medial nuclei. The superficial (SF) subdivision (Left: 952 mm 3 , Right: 760 mm 3 ) includes the anterior amygdaloid area, the amygdalopyriform transition area, the amygdaloid-hippocampal area and the ventral and posterior cortical nuclei. We created our regions of interest in standard space, including only voxels with a probability of at least 50% of belonging to each subdivision (LB, CM, SF). Each voxel was assigned to only one subdivision. In cases of overlap, such voxels were assigned to the region for which they had the highest probability of inclusion. To minimize effects due to interindividual anatomic variability, each voxel's time series was weighted by the probability of inclusion in a given amygdala subdivision, based on the interindividual variability of the ten subjects used to construct the original anatomic atlas (Amunts al., 2005) . In other words, those voxels most reliably located in a given region made the greatest contribution to its signal. In each subject, mean time series were then extracted by averaging across all voxels' probability-weighted time series within each subdivision. Additional analyses were conducting using amygdala ROIs with more and less conservative thresholds. First, we used a more liberal 25% threshold with results similar to those of the original 50% analyses. Second, to increase the specificity of our amygdala subdivisions, we created ROIs that represented the 'core' components of each subdivision. We took each of the 50% probability masks and rank ordered the probability values of each voxel and then restricted each ROI to only include voxels with the top 20 probability values. Using these 'core' ROIs, we generated voxelwise functional connectivity maps using the same methods used for the primary analysis using 50% probability ROIs. Cross-correlations of the resulting maps were found to be highly significant (all comparisons r N 0.94; p b 10 − 4 ) with the maps generated with 50% probability ROIs (see Supplementary Figure) . Probabilistic maps were not available for the total amygdala; therefore, binary composite masks (Left: 2968 mm 3 , Right: 2904 mm 3 ) were created by combining the individual subdivision masks, each thresholded at a probability of 50% for the right and left amygdala separately. Mean time series were then calculated by averaging across all voxels within each mask.
Functional connectivity: statistical analysis
As outlined in Margulies et al. (2007) , multiple regression analyses were performed for each subject using FSL's FEAT. For each hemisphere, a regression model (GLM) was created which included each of the three amygdala subdivision time series predictors and nine nuisance covariates (time series predictors for global signal, white matter, cerebrospinal fluid, and six motion parameters). The global signal is thought to reflect a combination of physiological processes (i.e., cardiac and respiratory fluctuations), and therefore, was included in the GLM to control for such factors. Within these regression models, the LB, CM, and SF time series from each hemisphere were orthogonalized (using the Gram-Schmidt process) with respect to each other, and with respect to the nuisance covariates, to ensure that the time series for each ROI reflected its unique variance. This analysis produced individual subject-level maps of all positively-and negatively-predicted voxels for each regressor. To test whether orthogonalization was leading to underestimation of functional connectivity, analyses were repeated with each amygdala subdivision in a separate regression model. Results were highly similar to those found with orthogonalization; therefore, only the orthogonalized results are presented here. To examine the functional connectivity of the amygdala as a whole, Fig. 3 . Direct comparisons of the functional connectivity of each subdivision with the other two subdivisions. Red indicates regions in which activity is significantly more positively predicted by spontaneous activity in target subdivision than by the other two subdivisions. Blue indicates regions in which activity is significantly more negatively predicted by spontaneous activity in the target subdivision than by the other two subdivisions. Sagittal (x = 2), coronal (y = 10), and axial (z = 6) views are presented. (MNI standard space; radiological convention; Z N 2.3; cluster significance: p b 0.05, corrected). separate regression models were created for each hemisphere that included the total amygdala time series along with the same nine nuisance variables used for the subdivision analyses.
Group-level analyses, controlling for age and gender, were conducted using FLAME, a mixed-effects model implemented in FSL. Cluster-based corrections for multiple comparisons used Gaussian random field theory (Z N 2.3; cluster significance: p b 0.05, corrected) resulting in thresholded Z-score maps of correlated voxels associated with each amygdala subdivision and the total amygdala for each hemisphere. Direct comparisons were conducted to verify differences in functional connectivity across amygdala subdivisions: CM vs. SF + LB, LB vs. SF + CM, and SF vs. CM + LB. When we observed that the functional connectivity of right and left amygdala subdivisions differed in that one uniquely predicted the activity of a specific region, we conducted follow-up analyses. These consisted of paired samples ttests with hemisphere (right vs. left) as the independent variable and parameter estimates for the region of interest as the dependent variable. To directly examine areas of convergence among the laterobasal, centromedial, and superficial amygdala subdivisions, we conducted a conjunction analysis by overlaying the thresholded maps for each subdivision. Only those voxels which survived correction for each subdivision were included, resulting in maps of positive and negative functional connectivity patterns common to all three amygdala subdivisions.
Given the amygdala's limited spatial extent, additional analyses were conducted using decreased spatial smoothing (FWHM = 4.5 mm). Although less robust, patterns of connectivity were consistent with those of primary analyses and therefore are not reported here.
Results
Total amygdala
Spontaneous activity in the amygdala positively predicted spontaneous activity in medial prefrontal regions including medial frontal gyrus (BA 10) and rostral ACC (BA 32), as well as a small region of dorsal ACC (BA 24). Other regions positively predicted by amygdala activity included insula, thalamus, and striatum. Conversely, amygdala activity negatively predicted activity in dorsal and posterior regions such as superior frontal gyrus (BA 6/8), bilateral middle frontal gyrus, posterior cingulate cortex (PCC), precuneus (BA 7), and parietal and occipital lobes bilaterally (Tables 1 and 2; Fig. 2) . Overall, these patterns of functional connectivity were similar for the left and right amygdala and support models of emotion processing that suggest reciprocal ventral and dorsal systems .
Amygdala subdivisions Laterobasal
Spontaneous activity in LB nuclei predicted bilateral activity primarily in temporal regions including the hippocampus, parahippocampal gyrus, and superior temporal gyrus (Tables 3 and 4 ; Fig. 2 ). Direct comparisons verified that these positive associations were significantly greater for the LB subdivision than either CM or SF subdivisions (Fig. 3) . Additionally, spontaneous activity in the right LB nuclei predicted activity in medial prefrontal regions including medial frontal gyrus (BA 11), superior frontal gyrus (BA 10), anterior cingulate cortex (BA 32), and dorsal regions including precentral and postcentral gyri, bilaterally. Direct comparison between hemispheres found that LB functional connectivity with medial prefrontal regions did not differ significantly (t[64] = =1.24, p = .22) suggesting connectivity at a subthreshold level (p N .05) (Fig. 4A ). Similar analyses found significant hemispheric differences in LB functional connectivity with regions of the precentral gyrus (t [64] = −3.10, p = .003) suggesting that this association is unique to the right LB. These results support animal studies demonstrating significant connectivity between nuclei in the LB subdivision and prefrontal and temporal regions, facilitating their role in associative learning processes (Schoenbaum et al., 2000) .
While regions positively associated with the LB nuclei were primarily in temporal and frontal regions, negatively associated loci were located in dorsal and posterior regions such as dorsal ACC, extending from BA 24 to BA 32, middle frontal gyrus (BA 6/9), PCC, precuneus, bilateral parietal lobe, and cerebellum (Fig. 2) . Thalamus, caudate, and superficial amygdala were also negatively predicted by spontaneous LB activity. Negative associations with most regions were greater for the LB nuclei than for the other two subdivisions (Fig. 3) . Overall, the connectivity patterns of the LB subdivision, specifically positive predictions of spontaneous activity in rostral ACC and medial prefrontal cortex (PFC) and negative predictions of activity in dorsal ACC and middle frontal gyrus, are consistent with emotion regulation circuits previously delineated in task-based studies (Hariri et al., 2000 (Hariri et al., , 2003 Ochsner et al., 2004) .
Centromedial
Spontaneous activity in the CM subdivision positively predicted activity in the striatum, with significant clusters detected bilaterally, extending from the nucleus accumbens into dorsal portions of the caudate and nearby portions of the putamen. Additionally, areas of significant connectivity were detected in the globus pallidus, dorsal ACC, insula, and cerebellum (Tables 5 and 6; Fig. 2 ). Direct comparison with the LB and SF groups found that the CM nuclei showed significantly greater functional connectivity with caudate, putamen, globus pallidus, thalamus, cerebellum, and dorsal ACC (Fig. 3) . These findings support the role of the CM as an output region of the amygdala, facilitating motor responding, reward processing, and increased attention and cortical readiness (Davis, 1997) . Regions negatively predicted by activity in the left and right CM groups were primarily in posterior regions including precuneus and occipital lobe (Fig. 2) . Spontaneous activity in the right CM uniquely negatively predicted activity in ventral regions of the right amygdala (including SF and LB nuclei), medial frontal gyrus, and left middle frontal gyrus. This was confirmed by direct comparisons showing significant differences in the functional connectivity of left and right CM with each of these regions (amygdala: t[64] = 10.44, p = .001; medial frontal gyrus: t[64] = 3.67, p = .001; middle frontal gyrus: t [64] = 2.78, p = .007) (Fig. 4B) . These regions of amygdala and medial frontal gyrus overlapped considerably with regions positively predicted by spontaneous activity in the LB subdivision (Fig. 5A) . These findings, in addition to the positively predicted activity in regions of the striatum that are negatively predicted by activity in LB nuclei (Fig. 5B) , may reflect reciprocal response patterns resulting from inhibitory relationships between LB and CM nuclei that have been observed in animals (Collins and Pare, 1999) .
Superficial
The SF subdivision demonstrated patterns of functional connectivity that are consistent with traditional models of the "limbic lobe" (Morgane et al., 2005) . Left and right SF groups positively predicted spontaneous activity in regions along the cingulate gyrus extending from subgenual cingulate to dorsal ACC (BA 24) (Tables 7 and 8; Fig. 2) . Positive associations were also found in insula, striatum (caudate, nucleus accumbens), and hippocampus. Direct comparisons with the LB and CM groups found greater functional connectivity between the SF group and these areas, except lateral and posterior temporal regions for the left SF subdivision (Fig. 3) . The overall pattern of activity significantly predicted in limbic regions suggests that olfactory processes associated with the cortical nuclei of the SF group may continue to play a key affective role in humans, as they do in animals (Price, 2003) .
Spontaneous activity in the SF subdivision negatively predicted activity in posterior regions such as the angular gyrus, superior parietal lobe, and cerebellum and frontal regions including the middle frontal gyrus (BA 6, 8, 9) . Direct comparisons with the LB and CM subdivisions found negative associations between the right SF and frontal and parietal regions mostly in the contralateral hemisphere. Direct comparisons of the left SF subdivision with the CM and LB subdivisions only showed significant differences posteriorly, in the cerebellum and bilateral angular gyrus (Fig. 3) .
Conjunction analysis
To examine regions of convergence among the amygdala subdivisions, we conducted an overlay analysis of thresholded maps from each subdivision. Only those voxels that reached corrected significance in each of the 3 subdivision analyses were included. As a result, we found significant convergence in insular cortex for positive FC and posterior regions (precuneus, lateral occipital cortex) for negative FC (see Fig. 6 ).
Discussion
By mapping temporally correlated patterns of low frequency spontaneous activity during rest, we detected distinct functional networks associated with three amygdala subdivisions. These results demonstrate the potential of resting state fMRI to make fine-tuned distinctions within amygdala circuits in vivo, and as such, contribute to the growing literature supporting translational models of amygdala function.
Analyses of the amygdala as a single region revealed patterns of functional connectivity largely consistent with animal models (Pitkanen, 2000; Amaral and Price, 1984) , and task-based human neuroimaging findings (Stein et al., 2007) . Spontaneous activity in the amygdala positively predicted activity in regions implicated in identifying the emotional significance of stimuli and producing affective states; these include ACC, insula, medial PFC, striatum, and thalamus. Conversely, activity in regions involved in cognitive processes and effortful regulation of affect, such as superior frontal gyrus, middle frontal gyrus, PCC, and precuneus, was negatively predicted by amygdala activity.
The functional connectivity of individual amygdala subdivisions showed regions of overlap and regions uniquely related to each subdivision. The insular cortex represented a region of convergence for positive functional connectivity maps while the precuneus and lateral occipital cortex represented regions of convergence for negative functional connectivity maps. The unique patterns of connectivity associated with each amygdala subdivision revealed homologies with animal amygdala-based circuits at a level of resolution greater than previously considered by most human imaging studies. Consistent with its role in associative learning processes such as contextual fear conditioning (LeDoux, 2000; Phelps and LeDoux, 2005) , the laterobasal subdivision was positively associated with activity in the superior temporal gyrus, hippocampus, and parahippocampal gyrus. Additionally, this subdivision positively predicted activity in medial PFC and precentral gyrus; this latter association was significantly stronger for the right LB than the left. These connectivity patterns, along with negative associations between spontaneous fluctuations in the LB subdivision and dorsal and posterior regions such as dorsal ACC, middle frontal gyrus, and precuneus, are consistent with data from previous taskbased studies demonstrating the involvement of similar circuits in emotion regulation (Hariri et al., 2000; Ochsner et al., 2004; Phelps and LeDoux, 2005; Phillips et al., 2003; Zald, 2003; Blair et al., 2007) . Activity of the centromedial nuclei, which mediate response expression and facilitate attention to salient stimuli (Kapp et al., 1994) , was significantly correlated with thalamus, insula, dorsal ACC, and cerebellum. Significant positive associations were also found with striatal regions (caudate, putamen, and GP) which are similar in function, connectivity, and chemistry (neurotransmitter and peptide distribution) to the centromedial nuclei (Swanson and Petrovich, 1998; Swanson, 2003) . The superficial nuclei, which support olfactory information processing and olfaction-related affective processing in rodents (Kemppainen et al., 2002; Pitkanen, 2000) , positively predicted activity throughout regions traditionally identified as limbic cortex including the cingulate gyrus extending from subgenual to dorsal regions, insula, and striatum.
The merits of examining individual amygdala subdivisions are further highlighted by findings that some regions showed opposing patterns of connectivity with different amygdala subdivisions. This was particularly evident in patterns of connectivity involving the centromedial and laterobasal subdivisions. Positively-predicted laterobasal and negatively-predicted centromedial networks converged in regions of medial PFC and temporal lobe while negatively-predicted laterobasal and positively-predicted centromedial networks converged in the striatum. Even within the amygdala, resting state activity of the right centromedial subdivision negatively predicted activity in the laterobasal subdivision. This is consistent with reports of reciprocal oscillations in the firing probabilities of lateral and centromedial nuclei observed in animals (Collins and Pare, 1999) and opposing BOLD activation patterns in these same regions observed in humans (Ball et al., 2007) .
While our results were generally consistent with the extant literature, there was evidence of functional connectivity patterns that do not have clear anatomic bases. These findings highlight the fact that our methods measure correlated spontaneous activity, which may reflect indirect as well as direct anatomic connections (Greicius et al., 2008; Hagmann et al., 2008; Vincent et al., 2007) . Further, the mechanisms underlying negative relationships between brain regions detected with resting-state fMRI remain unknown (Fox et al., 2005; Fransson, 2005) . These findings also suggest that the functional connectivity of human amygdala subdivisions may differ somewhat from that of non-human primates and rodents. Future studies applying these resting state FC methods to translational research could provide the means for more effective comparisons of amygdala circuitry across species.
We observed a high degree of concordance in the functional connectivity of the left and right amygdala. These findings are consistent with previous investigations of resting state connectivity across the brain (Lowe et al., 1998; Biswal et al., 1995) and of the amygdala (Zald et al., 1998) . However, lateralized patterns of correlated spontaneous activity were also observed, particularly for the right centromedial subdivision, which demonstrated a unique negative association with activity in the superficial/laterobasal amygdala, medial frontal gyrus, and left middle frontal gyrus. These results may reflect structural differences, as the right centromedial subdivision was 25% larger than the left, allowing for greater power to detect negative associations. Ball et al. (2007) found a similar lateralization of responses in the centromedial subdivision (positive responses on the right and negative responses on the left) that was not observed in the LB or SF subdivisions. The concordance of these findings suggests that lateralization in regulation of amygdala activity may be observed at a more detailed level. For example, there is some evidence that the right amygdala demonstrates more rapid habituation to fearful faces than the left amygdala (Phillips et al., 2001; Wright et al., 2002) . This may result from greater negative intrinsic connectivity between the right CM subdivision and regions involved in fear learning (laterobasal nuclei) (LeDoux, 2003; Phelps and LeDoux, 2005) as well as the regulation of emotion (medial frontal gyrus) (Hariri et al., 2003; Irwin et al., 2004; Berretta, 2003) . Clearly, these ideas are speculative and additional studies of the connectivity of the amygdala subdivisions at rest, as well as during task, are needed to further investigate these questions of laterality.
The current study delineated patterns of connectivity that have been shown to be altered in clinical populations using task-based methods (Heinz et al., 2005; McClure et al., 2007; Pezawas et al., 2005; Quirk and Gehlert, 2003) . This suggests that resting state fMRI can be used to efficiently probe intrinsic differences in these critical circuits without the potential confounds of group differences in task performance. Further, by observing significant differences in the connectivity of amygdala subdivisions implicated in fear learning and extinction, we demonstrate the utility of these methods for testing translational models of fear and anxiety. For example, pharmacological treatments that affect the basolateral amygdala in animals are effective at facilitating extinction in patients with anxiety disorders (Hofmann, 2007; McNally, 2007; Davis et al., 2006) . Our methods may provide an opportunity to further examine the impact of these agents on amygdala circuits in humans.
The present study has several limitations. First, our results only apply to resting state data and may not reflect connectivity during task performance. However, the convergence of these findings with those from animal studies suggests that intrinsic activity likely indexes functionally relevant circuits. Furthermore, recent studies using diffusion tensor imaging (DTI; Greicius et al., 2009 ) and task-based meta-analyses (Toro et al., 2008) suggest that functional connectivity reflects structural connectivity and that networks identified in the resting-state mimic those identifiable across a wide array of task paradigms, respectively. Second, the amygdala is susceptible to EPI image distortions, normalization errors, and draining vein effects which may lead to spatial localization errors (Merboldt et al., 2001) . As such, connectivity patterns reported for a given amygdala subdivision could, to some extent reflect surrounding structures. This problem would likely be greatest for the CM as it is the smallest of the three subdivisions. To minimize these effects on localization of amygdala subdivisions, we used probabilistic maps of amygdala ROIs with a 50% threshold (only voxels with a probability of 50% or higher of belonging to that region were included) and probability-weighted each voxel's contribution to the time series. We also conducted more conservative analyses to further reduce the effect of spatial errors. Using only the twenty voxels for each subdivision that had the highest probability of membership, we found highly similar results (cross-correlations between thresholded maps p b 10 − 4 ). While these analyses do not eliminate the likely impact of distortion and localization errors, they provide initial evidence that independent functional connectivity patterns can be identified within the amygdala. Future fMRI studies using coronal sections, smaller voxel sizes, and EPI distortion correction will help to further confirm the localization of amygdala subdivisions and the current findings. Third, while our results suggest functional connectivity between amygdala subdivisions and anterior regions of the cerebellum, we were not able to extend analyses to more inferior cerebellar structures due to our imaging parameters, which limited coverage in these regions. Fourth, we selected the laterobasal, centromedial, and superficial subdivisions based upon the most recent structural delineation of amygdala subdivisions in humans (Amunts et al., 2005) , which is still less detailed than animal models.
In summary, resting state fMRI was used to interrogate human amygdala-based circuits at a greater level of detail than previously examined. The convergence of these findings with animal models supports the validity of this approach for the translational investigation of amygdala networks and their role in psychopathology and development.
